Since the emergence of penicillinase-producing Neisseria gonorrhoeae (PPNG), the range of plasmids found in these strains has remained relatively constant. The majority of strains possess a 2.6 x 106-megadalton (Mdal) cryptic plasmid, and, in rare instances, they may also possess a 24.5-Mdal plasmid (3, 6, 11) . If the strains are PPNG, they will also possess either the 4.4-Mdal R plasmid characteristic of Asian PPNG or the 3.2-Mdal R plasmid commonly found in West African PPNG (10, 14, 16) . Those strains that harbor the 4.4-Mdal R factor also frequently contain the 24.5-Mdal plasmid, which has been shown to conjugally mobilize the R plasmid (14) . However, PPNG strains that possess both the conjugative plasmid and the 3.2-Mdal R factor have been found, although less frequently (4).
While screening both PPNG and non-PPNG strains, we encountered strains of both types which contained novel plasmids of 7.8 x-106 Mdal molecular mass, as determined by agarose gel electrophoresis and electron microscopy of purified plasmid DNA. These plasmids were found singly and in combination with other plasmids previously observed in gonococci, among them the 4.4-Mdal plasmid, which encodes beta-lactamase production (Table 1 and Figure 1 ) (9, 13, 14, 16). As expected, both PPNG strains exhibited resistance to only penicillin and ampicillin as expected, but strain 79C', which was a non-PPNG isolated from a patient with pelvic inflammatory disease, did not show resistance to chloramphenicol, tetracycline, spectinomycin, kanamycin, or erythromycin. In addition, no relationship was observed between auxotype and the presence of a 7.8-Mdal plasmid, nor did all the strains fall into the same serogroup as determined by the W antigen coagglutination typing scheme described by Sandstrom et al. (12, 15) .
The 7.8-Mdal plasmids and the 2.6-Mdal cryptic plasmid of strain 746 showed nearly identical restriction profiles when purified plasmid DNA was digested with EcoRI, AvaII, Hinfl, and AvaIl followed by Hinfl ( Fig. 2A) . These results suggested that the 7.8-Mdal plasmids are identical and that they are concatemers composed of three directly repeated copies of the 2.6-Mdal plasmid. Only the larger AvaII/Hinfl fragment of the plasmid from strain 416 differed slightly in size from the corresponding fragment of the plasmids of the other strains. Similar results were obtained for the 2.6-Mdal cryptic plasmid isolated from strain 416 (Fig. 2B) . The increased size of this fragment from both plasmids suggested that the two plasmids might be related.
Both the 2.6-Mdal cryptic plasmid of strain 746 and the 7.8-Mdal plasmid of strain 79C' were extremely resistant to digestion with HpaII, as reported by other investigators for the 2.6-Mdal plasmid (2, 5). Only two sites on the 2.6-Mdal plasmid appeared readily susceptible, whereas HpaII rapidly generated four fragments from the larger plasmid (Fig. 3) . However, prolonged digestion with 7 U of HpaII was necessary to completely digest the HpaII fragment III of the concatamer, which indicated the presence of HpaII-resistant sites on this fragment. Although plasmid DNA isolated from strain 79C' exhibit- Cultures of either T2 or T3 colony type were obtained from both strains. These were serially passaged six times on Gonococcal Base agar, and crude plasmid DNA was extracted from 100 mg (wet weight) of cells and examined by electrophoresis for plasmid content. The 2.6-Mdal plasmid was not present in the unselected, unpassaged controls or in the passaged type T2 or T3 cultures (Fig. 4) . The origin of the 7.8-Mdal concater known, and it is not clear whether tl rence is a property of the strains particular plasmids which they ha strain exhibited no obvious phenoty; ties to suggest that they possessed; background that would denote or accc presence of a 7.8-Mdal plasmid rathe more common 2.6-Mdal plasmid. This non is probably not generally related replication and maintenance for tw First, the 4.4-Mdal R factor was not size, and second, there were no conc a distribution of sizes, as might be e they resulted from plasmid replicatio er, results obtained from HinfllAvd   FIG. 4 
